Proteins for which no intensity was recorded were depicted in the lowest range of each group, colored with pink. Intensities are represented in log2 scale. C. SUMOylated proteins (green) were selected based on a 4-fold raw intensity ratio between the experimental samples (bioSmt3) and the controls (FlagCherry). Ratios with proteins for which no intensity was available were calculated using the lowest intensity reported in the MS analysis, although they were not represented in the graph. Fold changes (in log2 scale) versus the sum of the intensities (in log10 scale) detected among all FlagCherry and bioSmt3 analyses are plotted. D. Number of proteins classified as SUMO conjugates after subtraction of those considered background (i.e. bioSmt3/FlagCherry raw intensity ratio <4). E. Overlapping degree of the SUMO conjugates identified between the two replicates (bioSmt3_1 versus bioSmt3_2). F. Reproducibility between MS replicas. The Scatter plot represents the protein intensities (in log2 scale) obtained from replica 1 (bioSmt3_1) versus intensities from replica 2 (bioSmt3_2). The r 2 statistic was only calculated for proteins that have an intensity value in both replicas (r 2 = 0.816). Proteins with intensity only in one replica are also shown (red and blue dots). In this case missing intensities were estimated to allow graphical representation. G. More abundant proteins have better chances to be detected in both replicas than less abundant ones. Proteins detected in two replicas (n=2) are those found with bigger intensity (in log2 scale), while those detected in one replica (n=1) present lower intensity. Intensities are represented in log2 scale. C. SUMOylated proteins (green) were selected based on a 4-fold raw intensity ratio between the experimental samples (bioSmt3) and the controls (BirA). Ratios with proteins for which no intensity was available were calculated using the lowest intensity reported in the MS analysis, although they were not represented in the graph. Fold changes (in log2 scale) versus the sum of the intensities (in log10 scale) detected among all BirA and bioSmt3 analyses are plotted. D. Number of proteins classified as bioSmt3 conjugates after subtraction of those considered background (i.e. bioSmt3/BirA raw intensity ratio <4). E. Overlapping degree of the bioSmt3 conjugates identified between the two replicates (bioSmt3_1 versus bioSmt3_2). F. Reproducibility between MS replicas. The Scatter plot represents the protein intensities (in log2 scale) obtained from replica 1 (bioSmt3_1) versus intensities from replica 2 (bioSmt3_2). The r 2 statistic was only calculated for proteins that have an intensity value in both replicas (r 2 = 0.3949).
Proteins with intensity only in one replica were also plotted (red and blue dots). In this case missing intensities were estimated to allow graphical representation. G. More abundant proteins have better chances to be detected in both replicas than less abundant ones. Proteins detected in two replicas (n=2) are those found with bigger intensity (in log 2 scale), while those detected in one replica (n=1) present lower intensity. Proteins for which no intensity was recorded were depicted in the lowest range of each group, colored with pink. Intensities are represented in log 2 scale. C. UFMylated proteins (green) were selected based on a 4-fold intensity ratio between the experimental samples (bioUFM1) and the controls (BirA). Ratios with proteins for which no intensity was available were calculated using the lowest intensity reported in the MS analysis, although they were not represented in the graph. Fold changes (in log2 scale) versus the sum of the intensities (in log10 scale) detected among all BirA and bioUFM1 analysis are plotted. D. Number of proteins classified as UFM1-conjugates after subtraction of those considered background (i.e. bioSmt3/BirA intensity ratio <4). E. Overlapping degree of the UFM1 conjugates identified between the two replicates (bioUFM1_1 versus bioUFM1_2). F. Reproducibility between MS replicas. The Scatter plot represents the protein intensities (in log2 scale) obtained from replica 1 (bioUFM1_1) versus intensities from replica 2 (bioUFM1_2). The r 2 statistic was only calculated for proteins with an intensity value in both replicas (r 2 = 0.7856). Proteins with intensity only in one replica were also plotted (red and blue dots). In this case missing intensities were estimated to allow graphical representation. G. More abundant proteins have better chances to be detected in both replicas than less abundant ones. Proteins detected in two replicas (n=2) are those found with bigger intensity (in log 2 scale), while those detected in one replica (n=1) present lower intensity. 
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